Cluster of diffferention-14 (CD14) gene is involved in innate immunity and has been identified as one of the candidate gene for disease resistance. CD14 molecule works as cell surface receptor present on surface of inflammatory cells. Bovine CD14 gene spans over 2630 bp having 2 exons. Present study is based on identification of DNA polymorphism and to analyze the association between CD14 gene variants with incidence of mastitis in Sahiwal cattle. A total of 100 lactating Sahiwal cattle maintained at NDRI, Karnal (Haryana) were included in the present study. PCR-RFLP analysis of contig 4 using HinfI restriction enzyme showed three different genotypic patterns (CC, CD and DD). Remaining contig-enzyme combinations showed monomorphic pattern. Genotypic frequency of CC genotype was found highest (54%). Chi-square (2) analysis revealed that there is significant difference between these genotypes regarding mastitis incidence. CC genotyped animals were found to be less susceptible for mastitis.
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MATERIALS AND METHODS
One hundred selected lactating Sahiwal cows maintained at the cattle yard of National Dairy Research institute (NDRI), Karnal, Haryana were included in the present study. Half of the animals were such type that never affected with mastitis. Blood (10ml) was collected aseptically and DNA was isolated using Phenol chloroform extraction method (Sambrook and Russell, 1989) . Six primer sets were used to cover the complete sequence of CD14 gene, of which set 1, 2, 3 were designed using published NCBI sequence of cattle (Accession number EU148610) through Primer 3 software and set 4, 5, 6 were used as described by Ibeagha et al. Restriction digestion of all six contigs was done using HinfI restriction enzyme (RE) to find out different restriction fragment length polymorphism (RFLP) patterns. Reaction was done in a final volume of 20 µl containing 0.15 µl (10 U /l) HinfI, 2.0 µl buffer, 7.85 µl milli Q water and 10 µl PCR product. The mixture was incubated for 6 hours and fragments were separated on 2-2.5% agarose gel and visualized in gel documentation system. Association of genetic variants with mastitis affected animals and not affected animals was calculated using Chi-square (2) test (Snedecor and Cochran, 1967) (Table 3) . Association study was done using Chi-square (2) analysis. Since the calculated 2 value for Contig 4-HinfI genotypes (7.97) is more than tabulated 2 value (5.99), so there is acceptance of alternative hypothesis at 2 degree of freedom and 5% level of 
